Abstract. Binding of IGF-I to plasma membranes from bovine mesenteric arteries was studied. The maximal specific binding of IGF-I was 
Insulin and insulin-like growth factors are struc¬ turally related polypeptides (Rinderknecht 8c Humbel 1978), and the receptors for insulin and IGF-I are homologous (Ullrich et al. 1985 (Ullrich et al. , 1986 ).
However, the IGF-I receptor binds IGF-I with high affinity and insulin with lower affinity, whereas the insulin receptor binds insulin with a higher affinity than IGF-I (Jacobs & Cuatrecasas 1983). Receptors for IGF-I and insulin have pre¬ viously been demonstrated in cultured vascular smooth muscle cells (Jialal et al. 1985; King et al. 1985) , cultured vascular endothelial cells (Bar et al. 1980 ; King et al. 1985) , and isolated brain microvessels (Frank et al. 1986 ). However, where¬ as a large number of IGF-I receptors have been found in cultured vascular smooth muscle cells, only a small number of insulin receptors seem to be present in these cells (Jialal et al. 1985; King et al. 1985) . To our knowledge no study has previ¬ ously described receptors for IGF-I 
12SI-IGF-I and 125I-insulin degradation
Degradation of 125I-IGF-I and 125I-insulin was meas¬ ured by precipitation of the incubation supernatant with an equal volume of 25% ice-cold trichloroacetic acid (TCA) (Goldstein & Brown 1974) . The samples were centrifuged for 5 min at 2300 x g and the TCA soluble radioactivity was measured. The validity of this method as an estimation of degradation of insulin and fGF-¡ has previously been confirmed with Sephadex G-50 chromatography and immunoprecipitation (Banskotaetal. 1986 
SDS-polyacrylamide gel electrophoresis
One dimensional sodium dodecyl sulphate-polyacrylamide gel electrophoresis (SDS-PAGE) was performed using a 4.5% stacking gel and a 6% separation gel of acrylamide/bisacrylamide 30%/0.8% according to Laemmli (1970) . After electrophoresis, the gels were dried and autoradiographed for 35 days using Kodak XAR-5 films. The protein standard used had the fol¬ lowing composition (mol wt): Thyroglobulin (330 000), ferritin (220 000), albumin (67 000), catalase (60000), and lactate dehydrogenase (36 000). The molecular weight of IGF-I (7500) was subtracted from the esti¬ mates of the IGF-I receptor molecular weight obtained on the SDS-PAGE.
Iodination ofprotein standard
The standard proteins for the SDS-PAGE were iodi¬ nated by the chloramine-T method (Greenwood et al. 1963 ) and were separated from free iodine on G-25 Sephadex columns using 5 mmol/1 Tris buffer (pH 6.8).
Measurement ofenzyme activities 5'-nucleotidase activity was analysed according to Widnell & Unkeless (1968) Degradation of insulin and IGF-I at different times and temperatures. Degradation was measured as trichloroacetic acid soluble radioactivity of 125I-insulin and 125I-IGF-I in the supernatant from the binding studies. The degradation is expressed as percent of total 125I-peptide added to the medium. 
Discussion
In the present study, specific binding of IGF-I was found in a membrane fraction of bovine mesenteric arteries. The enzymatic characterization of the membrane fraction showed a high activity of 5'-nucleotidase which is considered to be cha¬ racteristic for plasma membranes (Emmelot & Bos 1966) . The binding of IGF-I was found to vary with incubation time and temperature, which has previously been reported for insulin binding to liver plasma membranes (Kahn et al. 1974 ).
The decrease in specific binding of IGF-I after 24 h incubation at 37°C is probably due to the rather extensive degradation of IGF-I at this temperature.
The maximal specific binding of IGF-I in the present study was found to be 7.4% of total 125I-IGF-I added and the IC50 value was found to be 0.5 nmol/1. In cultured smooth muscle cells from the calf aorta, the IC50 value for the specific binding of IGF-I has been estimated to 1.5 nmol/1 (King et al. 1985) . The displacement of 125I-IGF-I by insulin was found to be 100-1000-fold lower than the displacement by IGF-I in the present study and in the study of 
